Computational Synteny Block: A Framework to Identify Evolutionary Events.
The identification and accurate description of large genomic rearrangements is crucial for the study of Evolutionary Events among species and implicitly defining breakpoints. Although there is a number of software tools available to perform this task, they usually either a) require a collection of pre-computed non-conflicting High-scoring Segment Pairs (HSPs) and gene annotations; or b) involve working at protein level (what excludes non-coding regions) ; or c) need many parameters to adjust the software behaviour and performance; or d) imply working with duplications, repeats and tandem repeats, which complicates the identification of rearrangements task. Although there are many programs specialized in the detection of these repetitions, they are not designed for the identification of main genomic rearrangements.